replicates with a mean correlation coefficient of 0.07 (black dashed line). We then calculated the R 2 values between the 7 replicate lines (mean value of 0.41, red dashed line). We carried out 100,000 permutations to judge whether the replicate lines R 2 values were signiicantly higher than non-replicates. (P < 1 × 10 -5 ) . (C) The Spearman's correlation between the two biological replicates for the other six inbred lines.
Supplemental Fig. 2 . Correlations between mRNA and protein abundance.
(A) mRNA and protein were correlated across all the 84 samples, resulting in 66.7% positive correlations, but only 5.3% of genes showed significant correlation (5% FDR using the Benjamini-Hochberg method), with a mean correlation coefficient of 0.081. (B) mRNA and protein were correlated using the set of genes with significant protein variation (top 50%
MAD value), which resulted in 67.5% positive correlations, but only 8.9% being statistically significant (5% FDR using the Benjamini-Hochberg method). (C) mRNA and protein were correlated using the set of genes with significant RNA variation (top 50% MAD value), which resulted in 70.2% positive correlations, but only 9.7% being statistically significant.
(D) mRNA and protein levels displayed different correlation for genes involved in different biological processes. P values from the Kolmogorov-Smirnov test were provided in the parentheses following the MapMan categories names.
Supplemental Fig. 3 . Evaluation of soft thresholds used in WGCNA to create the Bicor based co-expression networks.
The power 9 was selected for protein co-expression network construction, which was the lowest power for which the scale-free topology fit index reaches 0.85. Scale independence of the protein co-expression network (A). Mean connectivity in the protein co-expression network (B). 
